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Overview of theCMfinder discovery pipeline
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3.1 Heuristic
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3.2 Model Inference
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3.3 Realignment
3.4 Motif Scoring
De Novo
≈
SequenceID_percent
R
e
a
lig
n
_
pe
rc
e
n
t
0
20
40
60
80
100
20 40 60 80 100
+
+
+
+
+
+
+
+
+
+
+
+
+
+
+
+
+
+
+
+
+
+
+
+
+
+
+
+
+
+
+
+
+++
+
+
+
+
+
+
+
+
+
+
+
+
++
+
+
+
+
+
+
+
++
+
+
+
+
+
+
+
+
+
+
+
+
+
+
+
+
+
+
+
+
+++
++
+
+
+
+
+
+
+
++
+
+
+
+
+
+
Realignment versus sequence identity, based on ncRNA candidates from [4]. Shading represents a
smoothed density estimate for the scatter plot; pluses mark the 1%of the data points comprising the lowest
density regions. Triangles on theaxesmark quartiles in thecorresponding data
≈≈





